This Page Is Inserted by IFW Operations 
and is not a part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 

• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 



ERROR DETEC 



c>oGGESTEb CORRECTION 




ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 



Wrapped Nucleics 



Wrapped Aminos 



10 



11 



12 



13 



The number/text at the end of each line •\vrapped" down to the next line 

" t" . This may occur if your Hie was retrieved in a word processor after-creating iC^£^ Vf. : 
Please adjust "your right margin to .3. as this will prevent '*^ppUtf'~ : ~' '7~ z ^y^-~'"^~' 

t-:* The amino acid number/text at the end of each fine ""wrapped * down to the next fine. ~r 



; "This may occur if your file was retrieved in a word processor after creating ft. , ; 
Please adjust your right margin to .3, as this will prevent "wrapping"^ 



Incorrect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces. 



Misaligned Amino Acid 
Numbering 

Non-ASCII 



Variable Length 



Patent In ver. 2.0 "bug" 



Skipped Sequences 
(OLD RULES) 



Skipped Sequences 
(NEW RULES) 



Use of n's* or Xaa's 
(NEW I^L^)* 



Use of <213>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Patentln ver. 2.0 "bug" 



The numbering under each 5th amino acid is misaligned. This may be caused by the use of tabs 
between the numbering. It is recommended to delete any tabs and use spacingfBetween the numbers. 

This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencers) - Normally, Patentln would automatically generate this section from the^ 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERIST!CS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
C400> sequence id number 
000 

Use of n's and/orXaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



Sequence(s) _ 



are missing this mandatory field or its response. 



Sequence(s) are missing the <220>FeaJure and associated headings. 

Use of <220> to <223> is MANDATORY if <21 3>ORGANISM is "Artificial" or "Unknown" *^ - - 

Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register/ 6/01/98, Vol. 63', No. 104, pp. 29631-32) (Sec. 1.823 or new Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
Tire;Te"s"rjHing in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager or any other means to copy file to floppy disk. 

AKS-Biotechnotogy Systems Branch- 5/15/99 
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RAW SEQUENCE LISTING 

PATENT APPLICATION : US/09/6 74 , 19 5 



DATE: 01/11/20 01 
TIME: 17:17:37 



Does Not Comply . 
Corrected Diskette Needed 



Input Set : 
Output Set: 



A:\65798 10_27_00.TXT 
N:\CRF3\01112001\I67 419 5 , raw 



4 <110> APPLICANT: THE GOVERNMENT OF THE UNITED STATES OF AMERICA, AS REPRESENTED BY THE 

5 DEPARTMENT OF HEALTH AND HUMAN SERVICES CENTERS FOR DISEASE CONTROL AND 

6 PREVENTION 

7 &ANCOPE-OLIVEIRA, ROSALY M. 

8 LOTT, TIMOTHY J. 

9 MAYER, LEONARD W. 

10 RETSS / ERROL 

11 DEEPE, JR., GEORGE S. 

1 3 <1 2 0 > T I TLE OF INVENTION : N U CLE I C AC I OS OF THE M ANTIGEN GEN E OF 

14 HIS TO P LAS MA CAPS U LATUM, ISOLATED AND RE COMB IN ANTE Y - PRODUCED 

15 ANTIGENS / VACCINES AND ANTIBODIES, METHODS AND KITS FOR 

16 DETECTING HISTOPLASMOSIS 

19 <130> FILE REFERENCE: 65 798 / US 

21 <140> CURRENT APPLICATION NUMBER : US/09/674,19 5 

22 <141> CURRENT FILING DATE: 2000-10-26 

24 <150> PRIOR APPLICATION NUMBER: U.S. GO/083/ 6 76 

2 5 <151> PRIOR FILING DATE: 1990-04-30 

27 <150> PRIOR -APPLICATION NUMBER: PCT/US9 9/09151 

20 <151> PRIOR FILING DATE: 1999-04-27 

3 0 <160> NUMBER OF SEQ ID NOS : 13 

32 <170> SOFTWARE: FastSEQ for Windows Version 3.0 

34 <210> SEQ ID NO: 1 

35 <211> LENGTH: 3863 
3 6 <212> TYPE:, DNA 

3 7 <213> ORGANISM: Histoplastna capsu latum 

3 9 <4 00> SEQUENCE: 1 

40 ggatcctget ggetccgata actttgcttt ateeaagggt ctcggcgaat gccaggLgcc 60 

41 atcgatctat aftttgaagt LtaLeaccte aatggcttea ccccatgacg caccttttat 120 

4 2 ttttattttc at Lea Let tc tetgtggcaa acatgeaggt atgcgagcLc tggaccctgg 18 0 
4 3 ggtgtggccc ttgatgeata tggtttattt atagccgccc ggaagccctg gcctgttaaa 240 
4 4 ttttggacct cctcccgcca Ltctttccaa aetLcgtgcg Lccgtttccc atttcccccc 3 00 
4 5 Lecccatttg ggLLccctat aggccactgc gtgetceact caagaagggt cccagtcaat 360 
4 6 ttggLcccta ccctctccaa cactatctgc atatgtaata tatatcgata tetaactgee 4 20 
4 7 attgattatt LgtcttcLtc agcatcttLL tgtctcgagc aagcttactc cacgttcaat 4 80 
48 tcagggggta aaaatgcggt cgctcaagct tataetcgee teggegggtg ttgtttctgc 540 

4 9 agcctgtccc tacatgtoag gggagatgee Lagcggtcag aaaggccccc Lcgatcgccg 600 

5 0 ecatgacact ct.ctccgacc etacygaeca gtLtettagc aagttttaca ttgacgatga 660 

51 acagtcggLg etaacaaegg acgtgggtgg tcccatcgag gaccaacaca gccLgaagyo 720 

52 tggaaataga ggcccaactc tacttgagga ttttatcttc cgecagaaga ttcaacactt 780 
5 3 tgatcatgag agggtaegta gatacaaaat atgtgaccgt gLLgcaaatc ego La at; Lea 84 0 

54 attttacgea ggttcetgag cgcgccgLec atgcLcgagg agctggtgcc catggegtat 900 

55 tcacaLccta taataactgg LcgaaLaLca cagccgcatc cLLcLLgaao gcggcaggaa 960 

56 agcagacacc agtattcgtg eggttttcta cagLcgcLgg tagcagaggc agtgttgaet 10 20 
5 7 ctgctcgcga tatccaegga tttgegaece gtoLgtatac cgatgaaggc aatttLggta 1080 

58 agcatLatat egLggtagLe ataetcaLaa eagcacaaca aatat'gaata caaacccagg 1140 

59 acctaggctg actactcggc aatgtagata tegteggaaa caacgttcca gtottcttoa 1200 

60 ttcaggaege tattcaattc cctgatLLga ttcacgctgt caagccgcaa ccagacagtg 1260 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/6 74,195 



DATE : 
TIME: 



Ol/.l 1/2001 
17:17:37 



Input Set : 
Output. Set: 



A:\65798 10_27_00.TXT 
N:\CRF3\01112 001\I67419 5 .raw 
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64 
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69 
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76 
77 
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79 
30 

a:i 

82 
83 
84 
85 
86 
87 
88 
89 
90 
91 
92 
93 
94 
95 
96 
97 
9 8 
99 

100 
101 
102 
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aaattcccca gqctgcaact gcacatgata cggcatggga 
gctcattgca tgccctcttc tgggcaatgt caggacatgg 
atgttqatgg gtggggcgtc cataecttcc gacttgtcac 
tggtcaagtt tcgctqgaag accctecaaq gaayagcggg 
aggctcttgg cggaaagaat ccegacttcc atcgacaatja 
ctggaaggta ccctgagtgg gaggtaagat atgattcccc 
tgtttetctg etetgtcggt tgctcttttc gtctttttct 
ctttatatac gttttactea tatagetggy ctttcaattg 
caagtttgat ttcgatctat tagatcccac caaaatcatc 
caccccaat.o ggaaaaatgg tcttyaaccg 
gcagatcatg gLtygtccac cccctatata 
gaagcgtata tctaaatata tttecacagt 



tgacccttty 
aygtcccaac 
tcgegaegg t 
cga tttgta t 
acggccgca L 
ca taacagag 
ctcagcccga 
g tc ttcgaga 



atttcacgga 
atcgcca tgg 
aLaacaacaa 
t: tgacccaat 
ccc tctaaae 
caaccggacc 
aytgcgcgag 
etcacteacy 
cgtgcgyag t 
cc Lcgcccgc 
ctaccacaac 
cgggctgaaa 
ccyggccgeg 
tgatceccaa 

eg I g a Leg t c g teg g eg g cc 
g c t c a g g a 1 1 a 1 1 a e g g a t g 
tageaatgaa 
ggaccagccc 
ggacggattg 
gaygtttggg 
tetgtttttc 



cctcagggco 
ttegagcaac 
gctggtaagc 



aaacccaaaa 
tttggaa tat 
tccaaccagg 
gcttgtactc 
tgecgatcaa 
tacttetcao 



agagtattaa catecccgtc 
atacaeceaa etcaatgaqc 



gattctteac c g c a c e t g g g 
gc ttcaacga eg tc tgg tec 
agcaa ttcc t egteaaegee 
g a a a c c g t g c g t a a g a a c g t c a t c a t c c a g 
eg eg teg ego tagctategg eg teg aa ceo 
aaggcaaecg tceccatcgg 
a t c g c c c t c : c t y a c a a y a g a 
t ttaacagcg ccaacaacaa 
egeggcgt.ga acatgaccta 
tgctcacgag 
oatacyegta 
g c c c 1 1 e g t g a e g t e e 1 1 a t 
gg tgtyta ta tttccaacga 



cacettcggc 
egaeggtagc 
agtagatatc 
ttceggegee 
cgceteaacg 
tggaaagece 
ggcegctyg t 
tgtgagtgag 
tegg ttcccg 
cccccccccc 
ttgeagatat 



aeggeata tc gg ttc ttgaa 
g c g c a a a t a t g g g 1 1 1 a c t a 

c a t c 1 1 1 g gt 'tgaggtaata _ . , , . 

agccggtgtc aagcttc^y aggectaatt aatttgaaga 

ggt.gtaacta taa!;aattta taataaetaa taacttataa 

c teteacatt caatcta tat ttgatcc ttg tcotttg tag 

agagacaaat aatgatagat taacaaataa ttgcacaecc 

ateagatatt atctatcatg ttytaatgat acetcaaaaa 

ttgaa tat tt atatgetg ta aatgtaggga agagc.y tacc 



tttcctcagc 
aa tcectcge 
cgacgagggc 
cetggtatgg 
eetetyggat 
eaaatcatta 
atatcttcaa 
g tgaatgaag 
ccagaagaac 
agttattttg 
gaatacatgt 
tcatgtagtt 
ctaccttgac 
eagaccccgc 
ctaeca tgtc 
tgeaeaggae 
aaegga ttcc 
eg tatggtaa 
caaccgcgtc 
atgegctteg 
ctgaaccgey 
ccatcccegg 
acgaatctec 
ttcacgatcg 
ytcctagtyy 
gaeggetega 
caa tacecaa 
gttggcgccg 
ggggatgcgt 
geetaegtta 
ttgga tagaa 
cecctttttt 
cagtaaattg 



cagcagecca 
teaatgeg tc 
aactcgaee t 
gaayaggcac 
geca ttgaa t 
gttctgacag 
ctaagaetga 
cagatcaatc 
ttgttcettt 
eegaaaetga 
atagctagat 
cgcggaa tog 
actcaa ttga 
ateecattcc 
aacttecatc 
aaatg ttca t 
eacaacaay c 
atggaccaet 
tcttetacaa 
aaaactecca 
tcgacaacga 
aeccaacctt 
tgeggctega 
eggagcaget 
gctcatcgct 
tettegatge 
gaggtcgccc 
teggtgaegg 
cga a tgggct 
gaagtgtctt 
gctaaggtat 
tttttccttt 
cgtttacgaa 



atgttttagc 
ctgactatct 
tatagataaa 
ctacatatea 
tacaacacct 
<210> SEQ ID 



ttaaaatctc 
gataaaaatg 
aectgaacga 
ttcceatatg 
teaaaaagga 
NO: 2 



actaaggtcg gtcgtgtcta 
tctgtatttc cgcttcacga 
1 1 1 a g c e c c t g 1 1 g g g g g a a 
aceaaaaact aaaatagata 
tec 



ggaggttgaa 

ttaatgtcta 
ctgtttaaat 
aataggcett 
tgccacaayc 
atecaaataa 
tt tgaaa tgg 
cgcatgttat 
ataggggtta 
ta tatatata 



gtgaaatctt 

ttgtaatttc 
ataagceaag 
ccctcacgat 
ttgectgata 
ccagaaaaac 
ctgeggeaag 
gactttegaa 

ggggggcyag 

ta tatata-ta 



13 20 

13 80 

1 4 4 0 
1500 
1560 
1620 
.1680 
1740 
1800 
1860 
1920 
198 0 
2 04 0 
2100 
2160 
22 20 
2280 
2340 
2 4 0 0 
24 60 
2520 
2 5 80 
2640 
2700 
2760 
28 20 
2880 
2940 
3000 
3060 
3120 
3180 
■3240 



3300 

3360 
34 20 
3480 
3540 
3600 
3660 
3720 
3 780 
3840 
3863 



fry £n^/k**~>*+**] 



<211> LENGTH: 705 
<212> TYPE: PRT 

<213> ORGANISM: Histoplasma capsulatum 
<4 00> SEQUENCE: 2 
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RAW SEQUENCE LISTING DAT 13 : 01/11/2001 

PATENT APPLICATION : US/09/674,195 TIME: 17:17:37 



Input Set : A:\65798 10_27_OO.TXT 

Out. put Set: N:\CRF3\01112001\I674195.raw 
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RAW SEQUENCE LISTING DAT hi : 01/1 1/2001 

PATENT APPLICATION: US/09/674,195 TIME: 17:17:37 



input Set : A:\6 579 8 10_27_OO.TXT 
Output Set: N:\CRF3\01112001\l674195.raw 
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203 <210> SEQ ID NO: 3 

204 <211> LENGTH: 8 
20 5 <212> TYPE: PUT 

206 <213> ORGANISM: Histoplasraa capsulatum 

20 8 <400> SEQUENCE: 3 

20 9 Ser Asp Pro Thr Asp Gin Phe Leu 

210 1 5 

212 <210> SEQ ID NO: 4 
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RAW SEQUENCE LISTING 

P ATEWT APPLICATION : US/09/674 r 19 5. 



DATE: 01/.1 1/2001 
TIME : 17:17:37 



input; Set : A:\6 579 8 10_2 7„00.TXT 
Output Set: N:\CRF3\01112001\I6 7419 5.raw 



213 <211> LENGTH : 15 

214 <212> TYPE: PRT 

2.15 <213> ORGANISM: Histoplasma capsulatum 
2.1.7 <400> SEQUENCE: 4 

218 Asp phe lie Phe Arg Gin Lys lie Gin His Phe Asp His Glu Arg 
219" 1 5 10 15 

2 21 <210> SEQ .ID NO : 5 ■ ■ . ,-. 

222 <2.11> LENGTH: 9 

223 <212> TYPE: PRT 

2 2 4 < 2 1 3 > ORG AM 13 M : Histoplasma capsulatum • ■ 

2 2(5 <4 00> SEQUENCE: 5 

22?" Thr Leu Gin Gly Arg Ala Gly Leu Va.l 
2 28 1 5 
2 30 <210> SEQ ID NO: 6 

2 31 <211> LENGTH : 16 ' 
232. <212> TYPE : PRT 

233 <213> ORGANISM: Histoplasma capsulatum . 

23 5 <4()0> SEQUENCE: 6 

236 Ala Gin Ala Leu Gly Gly Lys Asn Pro Asp Pile His Arg Gin Asp Leu 

237 1 ' 5 10 15 
239 <210> SEO ID NO: 7 

24 0 <211> LENGTH: 6 

241 <212> TYPE: PRT 

242 <213> ORGANISM: Histoplasma • capsulatum 
24 4 <4 00> SEQUENCE: 7 

24 5 Ser Gly Arg Tyr Pro Glu 
246 1 5 
248 <210> SEQ TD NO: 8 
24 9 <2I1> LENGTH : ' 10 
2 50 <212> TYPE: PRT 

2 51 <213> ORGANISM: Histoplasma capsulatum 
253 <4 00> SEQUENCE: 8 

2 5 4 Phe" " Asp Plie Asp" Leu Leu Asp Pro T h r .Lys" ~ ~ ~ " ~ ~ 
255 1-5 10 
2 57 <210> SEQ "ID NO : 9 
2 58 <211> LENGTH: 14 
2 59 <212> TYPE-: PRT 

2 60 <213> ORGANISM: Histoplasma capsulatum 

262 <4 00> SEQEJENCE: 9 

263 lie Tie Pro Glu G.lu Leu Val Pro Phe Thr Pro lie Gly Lys 

264 1 ' 5 10 

266 <210> SEQ ID NO: 10 

267 <2'11> LENGTH: 15 • 
.268 <212> TYPE : DNA 

269 <213> ORGANISM: Unknown 

271 <2 20> FEATURE: 

272 <223> OTHER INFORMATION: Primer R-AG , Y-CT, V-AGC 

274 <4 00> SEQUENCE: 10 

275 aaraayccvg aytty 15 



N 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/67 4,19 5 



DATE: 01/11/2001 
TIME: 17:17:38 



Input Set : A:\65798 10_27__OO.TXT 
Output Set: N:\CRF3\01112001\I674195.raw 



L:21. M:270 C: Current Application Number differs, Replaced Current Application Number 

L:22 M:27'I. C: Current Filing Date differs, Replaced Current Filing Date 

1:94 M:2f>8 W : Mandatory Feature missing, <220> not found for SEQ IDs:! 

1:94 M:258 W: Mandatory Feature missing, <221> not found for SEQ T.D# : 1 

L:94 M:258 W: Mandatory Feature missing, <222> not found for SEQ 1D# : 1 

1:94 M:258 W: Mandatory Fea ture' missing , <223> not found for SEQ I.DH : 1 

1, :94 M:340 W: (46) "ti"' oi: "Xaa" used: Feature required, for SEO .TDJi- : 1 

L:2S6 M:258 W: Mandatory Feature missing, <221> not found for SEQ lDJi::il 

1:286 M:258 W: Mandatory Feature missing, <222> not found for SEQ ID#::11 

L:286 M:340 W: (45) "a" or "Xaa" used: Feature required, for SEQ 1D#:11 
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g^^ltjuchcQ Listing Er^ Summa^ 




ERROR DETECTED-SUGGESTED CORRECTION 



SERI^^BE^^^^^f 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 
1 Wrapped Nucleics The numberAext at the end of each line "wrapped" down to the nextline... - _.. . 

. ~ ~r--r^~ * ^ If^ / T ^^^ file was retrieved in a vrordprocessorafter:creaUngte zi . * 



Wrapped Aminos 



; Please adjust your right margin to .3, as this will prevent "wrapping"."'^ 
: The amino acid numberAext at the end of each line Vrapped " down to the?riext lihe^ 



* ' This may occur if your file was retrieved in a word processor after cre^tingft;^ ^ y ~ 

... . Please adjust your right margin to .3, as this will prevent "Nvrapping". 7 v - 

Incor/ect Line Length The rules require that a line not exceed 72 characters in length*. This includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino acid is misaligned. This may be caused by the" use of tabs 
Numbering 



Non-ASCII 



Variable Length 



Patentln ver. 2.0 "bug" 



between the numbering. It is recommended to delete any tabs and use spacirigTBetween the numbers 

This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII texj so that it can be processed. 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencers) . Normally, Patentln would automatically generate this section from the^ 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. ^ 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 
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Skipped Sequences 
(NEW RULES) 



Use of n's' or Xaa's 
(NEW f&Lft)' 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
t400> sequence id number 
000 

Use of n's and/or J<aa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 
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12 



Use of <21 3>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Sequence(s) _ 



are missing this mandatory field or its response. 



Sequence(s) are missing the <220> Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANISM is "Artificial" or "Unknown" ^ " 

Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, VoL 63', No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 
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Patentln ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
" fire" Te*s*0*Uing in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager" or any other means to copy file to floppy disk. 



AKS- Biotechnology Systems Branch- 5/1 5/99 



